shows the second and third most important amino-acid (a.a.) residues in (a) SLAM, (b) Nectin-4, and (c) CD46 receptors (designated as "2 nd receptor a.a."
and "3 rd receptor a.a.", respectively) which have strongly attractive interactions with the higher ranked residues in MVH (second column in Table S1 ) shown in Table 2 in the main text. The 1 st amino-acid (a.a.) residues which showed the highest IFIEs are shown in Table 2 in the main text. The "+" and "-" symbols in the parentheses after the residue names refer to the positively and negatively charged residues, respectively. The "n" symbol indicates that there is no residue in the receptor within the distance of 5 Å from the respective MVH residue. The "-" symbol indicates that the pertinent residue in the receptor shows the (small) repulsive interaction with the respective MVH residue. Table S2 shows the effects of amino-acid (a.a.) substitution G546S of MVH on the distances and the IFIEs between the residues of the Chain D of CD46 and the respective corresponding residues of MVH. Table S1 . The second and third most important amino-acid (a.a.) residues in (a) SLAM, (b) Nectin-4, and (c) CD46 receptors (designated as "2 nd receptor a.a." and "3 rd receptor a.a.", respectively) which have strongly attractive interactions with the higher ranked residues in MVH (second column below) shown in Table 2 The 1 st amino-acid (a.a.) residues which showed the highest IFIEs are shown in Table   2 in the main text. The "+" and "-" symbols in the parentheses after the residue names refer to the positively and negatively charged residues, respectively. The "n" symbol indicates that there is no residue in the receptor within the distance of 5 Å from the respective MVH residue. The "-" symbol indicates that the pertinent residue in the receptor shows the (small) repulsive interaction with the respective MVH residue. 
